Experimental design, materials and methods
Morganella sp. a motile gram-negative rod belonging to the family Enterobacteriaceae, has low pathogenicity, but compromised patients can develop diarrhoea, wound infections, urinary tract infections, bacteraemia, and sepsis due to Morganella morganii [1] [2] . Genomic DNA was extracted from pure culture of bacterial strain and subsequently sequenced using Roche 454 GS (FLX Titanium) pyrosequencing.
All of the reads were assembled using GS De Novo Assembler version 2.8 (454 life science), which generated 1355 contigs with N50 2419 bp. The G + C content was calculated using the draft genome sequence. The G + C content for the draft genome is 51.1%. The genome contains 34 tRNA genes and 6 rRNA genes (5S-23S-16S) predicted by the NCBI Prokaryotic Genome Annotation Pipeline (PGAP).
A total of 3229 protein coding sequences in 322 subsystems were functionally annotated by Rapid Annotation using the Subsystems Technology (RAST) [3] server (Fig. 1) . Genome analysis revealed that the genome of Morganella sp. strain SA36 contains various gene clusters for biosynthesis of secondary metabolites and antimicrobial peptides. The draft genome was annotated using an automated annotation pipeline based on the Prodigal gene prediction algorithm [4] , which predicted 2552 candidate protein-encoding gene models for strain SA36. The predicted CDSs were used to search the NCBI non-redundant database using BLAST tools [5] . Genome analysis revealed that the genome of Morganella sp. SA36 contains various gene clusters encoding putative virulence genes and heavy metal resistance proteins (cobalt, molybdenum, manganese and copper).
Functional comparison of genome sequences in the RAST server revealed the closest neighbours of Providencia rustigianii DSM 4541 (score 549) followed by Providencia stuartii ATCC 25827 (score 276), Providencia alcalifaciens DSM 30120 (score 251), Providencia stuartii MRSN 2154 (score 245) and M. morganii subsp. morganii KT (score 150). On the other hand, analysis of the complete 1355 contig sequence in NCBI (https://blast.ncbi.nlm.nih.gov/Blast.cgi?PAGE_TYPE=BlastSearch) under default settings (with matches only against cultured strains) M. morganii subsp. morganii KT. Overall the various in silico results confirmed that the present environmental isolate is a member of the genus
